
Supplemental Figure S1. Cluster heatmap showing the pairwise identity of complete genomes of DCH collected 

from Taiwan and available sequences from GenBank. Sequence alignment (ClustalW), clustering (neighbor joining 

tree), and pairwise sequence identity calculations were performed in SDTv1.2. 



Supplemental Figure S2. Alignment the preS1 amino acid sequences showing high conservation among DCH strains. 
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Supplemental Figure S3. Comparison of the phylogenetic trees generated from a previous report identifying Clades A1 and A2 under Genotype A and the 

updated tree that included more recently reported strains, particularly from Türkiye and Taiwan. Previously identified members of Clade A2 were distributed 

into separate branches instead of one robustly supported monophyletic clade. 



Supplemental Figure S4. Phylogenetic trees were constructed using the protein sequences for (a) polymerase, 

(b) surface, (c) core, and (d) X proteins of DCH strains from Taiwan and available sequences from GenBank. The tree 

was created by constructing a maximum likelihood tree with the best fit and chosen model according to the 

Bayesian information criterion using IQTREE v.2.2.2.3. Bootstrap values above 70% are shown. The scale bar 

indicates the number of substitutions per site. 
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